The alignment for the tree is made with MUSCLE alignment software (1). The evolutionary history was inferred using the Neighbor-Joining method (2) . The optimal tree with the sum of branch length = 23,84433129 is shown. The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (100 replicates) are shown next to the branches (3). The tree is drawn to scale, with branch lengths (next to the branches) in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed using the JTT matrix-based method (4) 
